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Strain R46 (CECT 7668; KCTC 23349), a nomenclatural type of Actibacterium mucosum, was isolated from surface seawater col- 
lected at Malvarrosa Beach (Valencia, Spain) in July 2008. The draft genome sequence of strain R46 (approximately 3.72 Mbp) 
contains 22 scaffolds and 3,619 protein-encoding genes, with a G+C content of 60.8 mol%. 
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The Roseobacter clade is the largest group in the family Rhodo- 
bacteraceae and the one that continues to grow at the fastest 
rate (1). It is dominated by species of marine origin, chemo- 
organoheterotrophic and nonfermentative. Most of these bacteria 
require Na ions (or sometimes combined marine salts) for 
growth, although other metabolic abilities and physiological traits 
are also known. Their outstanding role in marine ecosystems has 
been summarized and reviewed often and has led to advances in 
genomics (2-4). Genome sequences and features of members of 
the Roseobacter group are reported and updated at the site 
Roseobase-Genomic Resource for Marine Roseobacters (http:// 
www.roseobase.org/index.html) . 

Strain R46 was isolated from surface seawater collected at Mal- 
varrosa Beach (Valencia, Spain, 39°28'29"N, 0°19'23"W; temper- 
ature 25°C; pH 8.0) in July 2008, plated directly on Marine R2A 
agar, and incubated at 26°C for 8 days. Subsequent characteriza- 
tion permitted its proposal as the type strain of a novel genus and 
species, Actibacterium mucosum, which was made publicly avail- 
able as CECT 7668 and KCTC 23349 (5). 

Strain R46 is a strictly aerobic chemoorganotroph with 
complex ionic requirements. Cells do not accumulate poly-/3- 
hydroxybutyrate and contain phosphatidylglycerol, an unidenti- 
fied aminolipid, and a lipid as major polar lipids. Q10 is the pre- 
dominant quinone and C 18:1 u>7c is the major fatty acid. It is 
oxidase and catalase positive. It is not pigmented and its cells are 
ovoid to rod-shaped and non-motile. It is able to grow on defined 
medium with several carbohydrates, organic acids, and amino ac- 
ids as sole carbon and energy sources (5). 

Genome sequencing of strain R46 was done using the Miseq 
system by Shanghai Majorbio Bio-pharm Technology Co., Ltd. 
(Shanghai, China). A total of 4,187,984 reads (clean pair-reads: 
2,083,937X2; clean single-reads: 20,110) were assembled using 
Newbler 2.6. A draft genome of 22 scaffolds over 1,100 bp in 
size was obtained. Automatic gene annotation was carried out 



by the NCBI Prokaryotic Genomes Automatic Annotation 
Pipeline (PGAAP) (http://www.ncbi.nlm.nih.gov/genomes/ 
static/Pipeline. html) (6). The genome of strain R46 was 
3,715,337 bp in length (336-fold coverage), presented a high 
G+C content (60.8%), showed a coding density of 91.0%, and 
contained 3,619 protein coding sequences and 41 tRNA genes. A 
total of 1,931 proteins could be assigned to the cluster of ortholo- 
gous groups (COG) families (7). 

Genome annotation and analysis were also done using the 
RAST server (http://rast.nmpdr.org/) (8). Eleven genes (sox) for 
sulfur oxidation were found in the annotations. Thus, chemo- 
litho trophy upon sulfur compounds such as sulfite and thiosulfate 
might be possible. Similarly, carbon monoxide oxidation also 
seems possible according to the seven annotations received. The 
presence of ABC chains of dimethyl sulfoxide reductase was also 
noticed. 

Nucleotide sequence accession number. This whole-genome 
shotgun project has been deposited at DDBJ/ENA/GenBank un- 
der accession no. JFKE00000000. The version described in this 
paper is the first version. 
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